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information regarding GBS maternal colonization rates from stud-
ies conducted in South Asia.
Methods & Materials: To review studies conducted in South
Asia (India, Pakistan, Bangladesh, Sri Lanka, Nepal, Bhutan,
Afghanistan, Maldives) PubMed search with search words: Group
B Streptococcus AND maternal colonisation AND prevalence AND
name of each country in South Asia
Results: Table: Maternal Group B Streptococcal Colonization
Rates: South Asia
Author/year Timing Number
of women
Sites* % positive Selective
enrichment
broth**
India
Chaudhary/1981 Labor 100 T, V 16 (V:10, T:6) Yes
Mani/1984 Labor 325 V, E 5.8 Yes
Lakshmi /1988 Pregnancy/Labor 207 HV 5.13 NS***
Kulkarni/1999 Labor 317 V,R 2.52 Yes
Dalal/ 1998 Pregnancy/Labor 507 V,T 12 Yes
Sharmila/2011 Pregnancy 300 V,R 2.3 Yes
Rajaratnam/2013 Pregnancy 349 V 8.3 No
Bangladesh
Chan/ 2011 Pregnancy/Labor 1219 V, R 7.7 Yes
Pakistan
Kirmani/1991 Pregnancy 100 HV, R, U 0 No
Chaudhry/2009 Labor 200 V 8.5 No
Najmi/2013 Pregnancy 405 HV 17 NS
* T, throat; V, vaginal; HV, high vaginal; R, rectum; E, endocervix ; P, perineal ; U,
urine
** Todd-Hewitt broth with gentamicin and naladixic acid
*** NS, not speciﬁed
Conclusion: Existing reports cite a broad range in GBS coloniza-
tionprevalenceduringpregnancy in SouthAsia Studies todatehave
varied in choice of sites sampled, use of selective broth media and
sample size Available evidence likely underestimates the preva-
lence of maternal GBS colonization Unmet need for prospective
studies that employ optimal methods to determine accurately the
prevalence of GBS colonization in pregnant women in South Asia
http://dx.doi.org/10.1016/j.ijid.2016.02.399
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Comparative risk factors for nosocomial
non-carbapenemase producing (NCP) and
carbapenemase producing (CP) carbapenem
resistant Enterobacteriaceae (CRE) intestinal
colonization
P.Y. Chia ∗, B.F. Poh, C.Y. Toh, K. Marimuthu, B.
Ang
Tan Tock Seng Hospital, Singapore, Singapore
Background: Carbapenem resistance is an emerging global
problem. Resistance to carbapenems arises through either acqui-
sition of resistance genes (IMP, NDM-1, KPC, OXA) or production of
extended spectrumbeta-lactamasewith alteration of porin expres-
sion. In Singapore, there has been an increase inCRE since 2010. The
primary objective of this retrospective case-case-control study is to
identify and compare risk factors for colonizationwithNCPCREand
CP CRE.
Methods & Materials: Patients admitted between September
2010 and July 2013 to Tan Tock Seng Hospital, a teaching hospital
in Singapore, were included. We selected three groups of subjects.
Case 1: patientswhohadNCPCRE gut colonization. Case 2: patients
who had CP CRE gut colonization. Control: Patients who were
screened negative for CRE. Demographic, clinical, microbiologi-
cal data and antibiotic usage in preceding 90 days were collected
fromelectronicmedical records. Statistical analysiswas done using
STATA 12.0.
Results: 1934 patientswere screened for CRE, ofwhich a total of
17patients colonizedwithNCPCREand15patientswithCPCRE (13
NDM-1 and 2 OXA-48) were compared with 60 randomly selected
control patients. Of the NCP CRE, 9 were Klebsiella pneumoniae, 1
was Enterobacter cloacae, 1 was Enterobacter aerogenes and 6 were
not speciated. Of the CP CRE, 7 were Klebsiella pneumoniae, 4 were
Escherichia coli and 4 were Enterobacter cloacae. There was no sig-
niﬁcant difference in age, sex and Charlson index between cases
and controls. Duration of ﬂuoroquinolone and carbapenem expo-
sure was signiﬁcantly longer for NCP CRE compared to controls:
ﬂuoroquinolone-(3.88±6.47 vs 1.00± .80; OR, 1.16; 95% CI, 1.02
– 1.32; P =0.02) and carbapenems- (5.29±7.70 vs 1.62±5.52; OR,
1.08; 95% CI, 1.00 – 1.17; P =0.05). Of note, antibiotic exposure in
the preceding 90 dayswas not associatedwith CP CRE colonization.
Conclusion: While preceding antibiotic use was a risk factor for
NCP CRE colonization, it was not found to be a risk factor in CP
CRE colonization. As such, we will need to continue to evaluate risk
factors and infection control strategies for CP CRE.
http://dx.doi.org/10.1016/j.ijid.2016.02.400
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Molecular identiﬁcation of nontuberculous
mycobacteria in humans in Zimbabwe
N. Chin’ombe1,∗, B. Muzividzi2, E. Munemo2, P.
Nziramasanga1
1 University of Zimbabwe, Harare, Zimbabwe
2 NMRL, Harare, Zimbabwe
Background: Several nontuberculous mycobacteria (NTM)
have been isolated from diverse environments such as water, soil,
sewage, food and animals. Some of the mycobacteria are now
known to be opportunistic pathogens in humans. In this study,
we describe the molecular identiﬁcation of NTM in humans in
Zimbabwe.
Methods & Materials: Human sputum samples were collected
during the national TB survey that was carried out by the Ministry
of Health and Child care of Zimbabwe in 2014. The NTM were iso-
lated using Lowensen Jensen (LJ) media and tested for growth in
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the presence of ParaNitroBenzoic acid and their ability to grow at
different temperatures, 25 ◦C, 37 ◦C and 45 ◦C. DNA was extracted
and rRNA gene ampliﬁed by PCR. Amplicons were sequenced and
analyzed using bioinformatics. Species were identiﬁed.
Results: Out of total of 963 NTM isolates from sputum sam-
ples, 81 were analyzed using 16S ribosequencing. Forty isolates
(49.4%) were found to belong to Mycobacterium avium complex
(MAC) species. The other 41 isolates (50.6%) were identiﬁed as
M. lentiﬂavum (6.2%), M. terrae complex (4.9%), M. paraense (4.9%),
M. kansasii (3.7%), M. moriokaense (3.7%), M. asiaticum (2.5%), M.
novocastrense (2.5%), M. brasiliensis (2.5%), M. elephantis (2.5%), M.
parafﬁnicum (1.2%), M. bohemicum (1.2%), M. manitobense (1.2%), M.
intermedium (1.2%),M. tuberculosis complex (1.2%),M. parakoreense
(1.2%),M.ﬂorentinum (1.2%),M. litorale (1.2%),M.ﬂuoranthenivorans
(1.2%), M. sherrisii (1.2%), M. fortuitum (1.2%) and M septicum (1.2%).
Two isolates (2.5%) could not be identiﬁed, but were closely related
to M. monteﬁorense and M. phlei respectively.
Conclusion: Interestingly, the MAC species were the com-
monest NTM during the survey. Further studies are necessary to
ascertain the true diversity of NTM in Zimbabwe.
http://dx.doi.org/10.1016/j.ijid.2016.02.401
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Ethio-nosologic opportunism in tropical,
emergency and re-emergency diseases in
Albania
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Background: It is now scientiﬁcally proven ability of tropical,
emergency and riemergency diseases to kill human immunity and
create a bed for generating optimal opportunistic diseases in these
subjects. Need to precede problematic in question, it brought the
opening of the ﬁrst and the only cabinet of tropical diseases in
Albania. So far little is written in this ﬁeld.
Aim of study is to note their option and bringing our experience
in this direction.
Methods & Materials: Material: Included 321 subjects from
which underlined 239 subjects with depressed immunity. age
group 14-71 years old,during the period 1995-2015. The diagno-
sis of opportunistic pathologies is determined based on relevant
protocols clinical, biological imaging, and standard microbiologi-
cal, CD4 + immune research, leukocyte immunophenotype,tumor
markers.
Methods: The study is the analytical type, retrospective and
prospective. For every patient we cheked possible opportunis-
tic infections during their. Tropical diseases we included malaria
25case, multiple cutaneous leishmaniasis imported from Iran
1:Emerging infectious diseases: 30 cases with AH1N1 Flu, HFRS
15,WNV 6;Pneumocistosis on HIV/AIDS 51,TB in AIDS (Pulmonary
23,lymphadenitis 2,meningitis1). Re-emerging infectious diseases.
Syphilis 36 onHIV/AIDS,Leishmaniasis in AIDS 6,Brucellosis 12(col-
umn 7,valvular prosthesis 5);discitis 14(6 on TB,3 staff aureus, staff
epidermitis, 1 enteroccocus spp). Sepsis 5(2 of staff aureus, 2 from
staff epidermitis, 1 staff resistent from vancomicin). Visceral Leish-
manisis10, (6 HIV/AIDS,4 on TB). 2 case of CMV on HIV/AIDS.
Results: Opportunistic infections displayed on tropi-
cal,emergency and re-emergent diseases comprised of: Encefalitis
9 cases(malaria 3, WNV 6, Inﬂuenza AH1N1 1), pneumonia 99 (25
AH1N1, 51 pneumocistosis,23 TB on HI /AIDS), discitis 14 (35 TB, 4
Staf. aureus, 3 staff epidermitis, 1 enteroccocus spp), Endocarditis
3 (brucellosis), Hematological infections 6 (sepsis by staff aureus 2
cases, staff, epidermidis 2, vancomicin resistent 1,visceral leishma-
niasis 1), lymphadenitis 2 (HIV / AIDS). Gastro-intestinal infection
37 (35 candidiasis, 2 CMV, 1 TB on HIV / AIDS).
Conclusion: 1. Ethio-nosologic structure of opportunistic
pathologies included 12 causes.
2. Topography of opportunistic pathologies related of 7 organs
affected: CNS 9, Pulmonary 99, vertebral column 14, haematopoi-
etic system 6, cardiac 5, lymphatic system 2, gastrointestinal 37
cases.
http://dx.doi.org/10.1016/j.ijid.2016.02.402
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Sri Lanka: Nationwide epidemiology of
melioidosis
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Inglis4
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2 Genetech Research Institute, Colombo, Sri Lanka
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Background: Sri Lanka lies in the melioidosis belt. Most of the
country is rural. Rice farming, using traditional methods, is preva-
lent. Riceﬁeldsare thenaturalhabitatofB.pseudomallei.Melioidosis
has been compared with an iceberg, since the majority of cases are
hidden. The status of melioidosis in Sri Lanka is uncertain.
Methods & Materials: National surveillance was instituted,
with a network of microbiology laboratories and a standard case
deﬁnition, laboratory work up procedure and questionnaire. Case
detection was improved by raising physician, microbiologist and
technician awareness. International collaboration with PathWest
in Western Australia was established.
Primary isolation relied on conventional culture. Suspected iso-
lates were referred to the reference laboratory for bacteriological
identiﬁcation and conﬁrmation by real time PCR assays for LpxO.
Results: Only three cases had been reported between 1927 and
2005. From 2006-15 we detected 90 cases. The number rose every
year, with 70% detected in 2014/15. Mortality declined, with an
overall mortality of 20%. Cases presented throughout the year with
two peaks during monsoons. Melioidosis was prevalent through-
out the island, but an infection-free area comprising the highlands
above 500m, where the main crop is not rice but tea, emerged.
